MITOGENOME ANNOUNCEMENT
The first complete mitogenome of Australia's largest raptor, the wedge-tailed eagle (Aquila audax) The Wedge-tailed eagle is the largest Australian bird of raptor species and is distributed widely across Australia (Knobel, 2015) . The estimated population size of the Wedge-tailed eagle is likely to be in the 'hundreds of thousands', and the numbers may even be increasing within Australia. At a time when the general trend for many eagle species worldwide is in decline due to direct threats (e.g. poaching and collisions with wind turbines) and indirect threats (e.g. habitat loss and environmental toxins) to populations (Doyle et al. 2014) , the Wedge-tailed eagle has fared better than most (Doyle et al. 2014; Allen and DeCandido 2012) . Avian mitochondrial genomics lags behind mammalian mitochondrial genomics and there are major uncertainties in the position of many avian species including Wedge-tailed eagle (A. audax) due to a paucity of mitochondrial (mt) datasets. With this in mind, this paper describes the genomic structure of a complete mitogenome from A. audax to facilitate comparative studies of avian genomics and to further strengthen our understanding of the species ecological diversity and host phylogeny for eagle research and conservation.
The blood sample used in this study was sourced from a Wedge-tailed eagle (A. audax) in the wild (year of sampling: 2017; GPS location: 32 1642.905}S, 148 3454.344}E), was stored in appropriate conditions by the Veterinary Diagnostic Laboratory (VDL), Charles Sturt University under the accession number CS17-0090. Animal sampling was obtained in accordance with approved guidelines set by the Australian Code of Practice for the Care and Use of Animals for Scientific Purposes (1997) and approved by the Charles Sturt University Animal Ethics Committee (Research Authority permit 09/046), and the total genomic DNA was extracted using an established protocol Sarker et al. 2016; Sarker et al. 2015 ). The genomic library preparation and sequencing was performed according to the published protocol Sarker et al. 2018) . Briefly, the paired-end library was prepared with an insert size of 150 bp using the Illumina paired-end sample preparation kit (Illumina, San Diego, CA) according to the manufacturer's instructions. A HiSeq4000 sequencing platform (Novogene, China) was used, which was generated 6.74 million sequence reads from the genomic DNA of Wedge-tailed eagle. The raw datasets were trimmed to pass the quality control based on PHRED score or per base sequence quality score, and the assembly of the mitochondrial genome was conducted according to the established pipeline in CLC Genomics Workbench 9.5.4 under La Trobe University Genomics Platform Sarker, Roberts et al. 2017) . Annotation was performed using Geneious (version 10.2.2), and protein-coding ORFs were further assessed using the CLC Genomics Workbench (version 9.5.4). The complete mitogenome sequence of A. audax had a circular genome of 17,494 bp, containing 13 protein-coding genes (PCGs), two rRNA genes, 22 tRNA genes, a repeat region and a control region (D-loop) with all protein-coding sequences started with methionine. The contents of A, T, C and G were 30.6.7%, 23.7%, 32.7%, and 13.0%, respectively.
AT and GC contents of this complete mitogenome was 54.3% and 45.7%, respectively. The proportion of coding sequences with a total length of 11,007 bp (62.92%), which encodes 3669 amino acids, and all protein-coding genes started with Met. The lengths of 12S and 16S ribosomal RNA were 971 bp and 1545 bp, respectively. The gene arrangement was similar to the complete mitochondrial genomes of other members of the family Accipitridae.
Phylogenetic analysis was performed using complete mitogenome sequence of a A. audax determined in this study with the other mitogenome sequences obtained from the species belonging to the family Accipitridae available in GenBank. The sequences were aligned using the MAFFT L-INS-i algorithm (Katoh et al. 2002) , and the maximum likelihood (ML) tree with 1000 non-parametric bootstrap resamplings was generated using Geneious (version 10.2.2). As highlighted in Figure 1 , the mitogenome sequence of A. audax was generated a well-separated clade between the two clades; one was dominated by Bonelli's eagle (Jiang et al. 2015) and the other was dominated by Hodgson's hawk-eagle and Blyth's hawk-eagle (Asai et al. 2006) . The highest degree of similarity in nucleotide level (89.01% pairwise) was demonstrated between A. audax and A. heliaca. Therefore, this study concluded that the complete mitogenome of A. audax will be a useful database among the family Accipitridae to study further host-phylogenetic relationship of Accipitridae species, and suggest this may be an implication for the conservation of the species. Figure 1 . Maximum likelihood phylogenetic tree to infer host-phylogeny relationship among Accipitridae family. ML tree was constructed using complete mitogenome sequences of the species belonging to the Accipitridae family. The new complete mitogenome of A. audax is highlighted by bold font.
